(C) Verification of SNIP1 knockdown in U2OS cell pools by western blotting.
By using the lentiviral CRISPR/Cas9-mediated genome editing technique, SNIP1 knockdown cell pools were generated. SNIP1 protein levels were determined by western blot analysis. Note: SNIP1 knockout clones could not be obtained. 
Searching for key residues in the N-terminal SNIP1 for TET2 interaction
The amino acid sequences in the N-terminal SNIP1 among diverse species are shown. The conserved residues are labeled in red, and the sites identified to be vital for TET2 interaction has been labeled with sparkles. (G) In stable cells as described above in (F), wild-type or TET2-binding defective mutant SNIP1 was re-introduced. These cells were treated with Cisplatin (20 µM for 6 hours), and the γH2AX level was determined by western blot analysis, normalized by β-ACTIN.
